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Display of NCBI Sequence Records 
Prominent functional links and enhanced display to facilitate usage and discoveries 
http://www.ncbi.nlm.nih.gov/nuccore/ & http://www.ncbi.nlm.nih.gov/protein/ 
National Center for Biotechnology Information • National Library of Medicine •  National Institutes of Health • Department of Health and Human Services 

Sequence Records And The Discovery Column 

Displays of sequence records in the NCBI Entrez system are enhanced to make the analysis and data ac-
cess easier. The right-hand Discovery Column (A) provides direct access to analytical tools at the NCBI 
(B), including the “Find in this Sequence” search, and provides summaries and links to the most relevant 
data related to the record (C). The "Related Information" list (D) at the bottom of the Discovery Column 

provides a comprehensive set of related records from 
other NCBI databases. 

Clicking “Find” updates the sequence display 

with identified patterns highlighted. 

Display format (GenBank) and Send to menus render and 

save record in various formats, respectively. 
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 Batch Display For Sequence Records: An Example For Proteins 
Multiple record views and search results in the Entrez sequence databases, such as nucleotide, protein, EST and GSS, 
feature rapid access to related data, flexible data display and download options, and direct access to the analysis tools 
(A): BLAST, the multiple alignment tool COBALT (for protein only), and the “Find in these Sequences” pattern matcher. 
A FASTA display of two or more protein sequence records (three in the example below) has the “Find in these sequenc-
es” function (B) activated. Searching with the input pattern, such as the one specified in ProSite syntax (C), identifies 
and highlights the pattern occurrences (D). You can retrieve records from other 
databases, related to the set of sequences displayed, by using the “Find related 
data” pull-down list (E).  

 
 
 

Taxonomic distribution of the retrieved set is 

given in taxonomy portlet, allowing quick 

filtering of the result by taxonomic node. 
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 Feature Highlight: Correlating Subsequences To Their Annotation Feature  
The GenBank flatfile display of sequence records shows the locations of biological features in the FEATURES section 
(A). A new “Feature highlight” function was added to relate functional annotations with the sequence. In the GenBank 
report with the FEATURES section displayed, clicking any linked feature (B) highlights the corresponding region in the 
sequence (C) and opens the feature highlight bar (D) at the bottom of the record. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
You can switch the features highlighted to other types using the pull-down list (E). The “Feature” (F) link in the menu bar 
anchors the display to the corresponding item in the FEATURES section. Arrows (G) allows the navigation through the 
features in the selected category. The number of highlighted feature and the total number are shown between the two 
set of arrows. The Details box shows the annotation for the highlighted feature, which you can minimize using the down 
arrow (H). FASTA and GenBank links display the highlighted subsequence containing the feature in these formats. De-
activate the function and removes the controls by clicking the “x” icon (I). 
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 Other Display Format And Download Options 
You can display and download sequence records in several formats, such as Summary, GenBank, etc., using pull-down 
menus linked to display formats (A) and “Send to” (B). The “Revision History” (C) option tracks changes of the sequence 
record. This specialized display allows direct pairwise-comparison of different versions of a record to highlight sections 

where changes or updates occurred. 
 

 

 
 
 
 
 
 
 
 
 
 
 
 
 

Additional formats, such as  
FASTA, Feature Table (for  
features annotated on the rec-
ord), and XML, are available 
through the “Send to” menu 
(D). For nucleotide sequences 
with annotated coding regions, the FASTA sequences of these regions can also be downloaded using the “Coding Se-
quences” (E) option. Selecting the “Analysis Tool” (F) option expands the “Send to” menu to include options for analysis 
tools (G). From here, you can submit the sequences to BLAST search or to target-specific primer design using Primer-
BLAST. 
 

Example: Coding Sequence Download 

A common task is to get the coding sequences for all of the genes annotated on a bacteri-
al genome or plasmid. The displays below show the partial results of downloading FASTA 
nucleotide coding sequences (H) and their encoded protein sequences (I) for the Esche-
richia coli plasmid p271A (www.ncbi.nlm.nih.gov/nuccore/NC_015872.1) using the “Send 
to >> Coding Sequences” option (J). 
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